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BEST AVAILABLE IMAGES 

Defective images within this document are accurate representations of 
the original documents submitted by the applicant. 

Defects in the images may include (but are not limited to): 

• BLACK BORDERS 

• TEXT CUT OFF AT TOP, BOTTOM OR SIDES 

• FADED TEXT 

• ILLEGIBLE TEXT 

• SKEWED/SLANTED IMAGES 

• COLORED PHOTOS 

• BLACK OR VERY BLACK AND WHITE DARK PHOTOS 

• GRAY SCALE DOCUMENTS 

IMAGES ARE BEST AVAILABLE COPY. 



As rescanning documents will not correct images, 
please do not report the images to the 
Image Problem Mailbox. 
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AGGGAGGATTCGATGCAATAATGCAAGTCATGACTTGTGAGAAAGAAATAGGGTGGAGACCTGGCTCAAG 70 
K G G F D A I MQVMTCEKEIGWRPGSR 
GCGTATAATTGTTCTGTGCACCGATTCCCCATATCACAGCGCTGGTGACGGCAAAATGATAGGCATTATC 140 
R,IVL CTDSPYHSAGDGKMIGII 

AAACCCAACGACATGTTATGCCACTTAAAGGGACAAAAATATGAAGCAGAAATGGCCCAAGATTATCCAT 210 
KPNDMLCHLKGOKYEAEMAQDYP 

CTGTGAGTAAAATAAATAAAGTAGCAAAGCAAGGAAAATTCGGTATCATATTCGCTGCTTTGGCTGAGGT 280 
SVSKINKVAKQGKFGI IFAALAEV 

CCGTGATGTTTATACCTTGTTAGCGGAACAAATAGTCGGAGCTGAGTACGCCGAACTGAAGAAACAGAAG 350 

RDVYTLLAEQIVGAEYAELKKQK 
TCAAATATTGTAGAGATCATTATAAAAGCGTACCAACGCAGCGTTCGAAGTATCAAATTGGATTATGACA 420 

SN,VEI 'IKAYQRSVRSIKLDYD 
TACCTTCATTCGTTAGACTGAAACTTAATCAAAGTTGTGACGGGACACCAATTAATTGTGCCAGCACCTA 490 
IPSFVRLKLNQSCDGTPINCASTY 
TGAAAATCCAGTGGTTACAATTCCGGCTATTCTAGAGGTTAAAGAATGTCCTAAAGAAAATAAAACACAT 560 
ENPVVT I PA I LEVKECPKENKTH 

GAGCTTGTTATTAACCCTGTGTCTTTAAATGACAAATTAATAATTAAATTGGAAGTCATCTGTAAATGTG 630 
ELVINPVSLNDKLI IKLEV1CKC 

ACTGTGAAGTCAAAAGTGATATAAGTTCAAGATGTAATAATGCAGGATATATACAGTGTGGTATCTGCAA 700 
DCEVKSD ' SSRCNNAGYIQCGICK 

GTGTCTCGATTCAAGTTATGGCGACGAATGTCAGTGCAGCGTTACATCTTCGGGGGTGGCTAATAAGGAG 770 
CLDSSYGDECQCSVTSSGVANKE 

AAAGATGACGCCAAATGCCGTAAGGATCTAAATGACATAGTACTGTGTAGTGGGAAAGGCGTATGTATGT 840 
KDDAKCRKDLNDI VLCSGKGVCM 

GTGGTAAATGTACTTGTAACCCTGATCGTTCAGGAAAATATTGCGAATTTGACGATAAGGCATGCGATAA 910 
C G KCTCNPDRSGKYCEFDDKACDN 
TCTTTGCTCAAACCATGGGATTTGTACCTTAGGCTCATGCCAGTGCGATAGCGGTTGGTCTGGAAATGAT 980 
LCSNHGI CTLGSCQCDSGWSGND 

TGCGGTTGTCCAACTAGTAACACAGACTGCTACGCTCAATACTCTGAGGAGGTTTGTTCTGGCAACGGTG 1050 

tGCPTSNTDCYAOYSEEVCSGNG 
AATGTGTATGCGGAAATGCCAATGTGCGAAGGTTAAAGGAAAAAACGAAACGTACGCAGGAGTATTTTGT 1120 
tCVCGNANVRRLKEKTKR TQEYFV 

GACACATGCAATGACTGCCAATCAAAATATTGTAAAGCCCTCGAACCAAATGTAGAATGTAACTACATAC 1190 
THAMTANQNIVKPSNQM.NVTTY 

AAGGTCTAGAAACTTGTGATAAGATTTACAACAATACAGAAAACAATGTTGTTATAAAAATGGTCAACAA 1260 
KLVI RFTTIQKTMLL .KWST 

AACAGAAATTAATTCGCCTAAATGGAGTGGCGCTACTTGGTGCAAAAAAGTAATAGAGGACGGCAGTTTT 1330 
K Q K L I RLNG VALLGAKK .RTAVL 

ATAATATTCAGATATTATCATAACGCAACGACGCACGGGTTGCATATAATCATTCAAACGGAACCAGAGG 1400 
SDI,,TQ RRTGCI.SFKRNQR 



CACCTCCAATAGGAAATAAGTGGATTGCCCTCATCAGTTGCATAGTGGCTGTAGTACTCATTGGCTTGTT 1470 

HLQ E 'SGLPSSVA.WL.YSLAC 
GACGTTGATTGCGTGGAAGATCCTCGTAGACTTGCACGATAAAAGGGAATATGCCAAGTTGA 1532 
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